habitat overlaps with that of pteropid bats in southern Vietnam.
Previous studies showed that IgG ELISA results for NiV-positive fl ying foxes correlated well with NT results (3, 4) . However, in our study, discrepancies existed between NT results and NiV-N-ELISA and WB results. A reason for these differences could be that Nipah-like viruses are circulating among bats in Vietnam, producing antibodies that are crossreactive by ELISA and WB, but poorly cross-reactive by NT. The crossreactive antibodies were probably not directed against neutralizing epitopes. To date, no reports have been made of an increased number of febrile encephalitis cases among the residents in Hoa Binh and Dak Lak Provinces where seropositive bats were captured. The circulating viruses may lack the pathogenic potential of Hendra and Nipah viruses.
A survey by questionnaire was conducted among residents of Dak Nong and Dak Lak Provinces, where NiV-N-ELISA-positive C. sphinx bats were captured, to determine the frequency of contact between humans and bats. Risk factors for infection were observed in this study, such as bat hunting and cooking and drinking bat blood. In such situations, persons have direct contact with bat body fl uids and feces and might be bitten during bat hunting. Thus, long-term systematic surveillance of bats is needed to determine the ecologic relationship between bats, humans, other animals, and the environment. Nehren, Germany) performed by Southeastern National TB Center (Gainesville, FL, USA) on the culture of the sputum specimen obtained at admission indicated an inhA point mutation but no mutation in the RRDR region of the rpoB gene, which suggested that the isolate was INH resistant but RIF susceptible. AMK was discontinued, and the patient was discharged with RIF, PZA, EMB, and MXF.
Discordance in
One week later, drug susceptibility testing (BD BACTEC MGIT 960 System) results from the state mycobacteriology laboratory demonstrated that the M. tuberculosis isolate was resistant to INH and RIF. The patient was readmitted to resume injectable aminoglycoside therapy. After 5 weeks, sputum culture became negative, clinical and radiographic improvement was apparent, and HAART was reinitiated. She completed 2 months' INH/PZA/ EMB/MXF/AMK inpatient therapy and was discharged to complete 6 additional months of PZA/EMB/ MXF and streptomycin followed by 16 months of PZA/EMB/MFX. With HAART, her plasma HIV RNA viral load became undetectable, but her CD4 count remained low (9 cells/ mm 3 ). She died from a motor vehicle accident 10 months after recurrent TB was diagnosed.
In this patient, RIF resistance was not predicted by line probe assay but was identifi ed phenotypically by an automated system (BD BACTEC MGIT 960 System) that continuously monitors for growth and detection of mycobacteria. Through genotyping and DNA sequencing of the 2008 and 2009 M. tuberculosis isolates, the Mycobacteriology Laboratory Branch at the Centers for Disease Control and Prevention (Atlanta, GA, USA) established that the 2009 infection was a relapse, not reinfection, and confi rmed the inhA mutation in both isolates. Using primers extending beyond the RRDR (the rpoB region surveyed by rapid molecular tests and responsible for >95% of RIF resistance mutations) the laboratory identifi ed a novel rpoB gene mutation at codon 480 (ACC→AAC; Thr→Asn) and another previously described (3-5) mutation at codon 176 (GTC→TTC; Val→Phe) in the 2009 isolate, which has been implicated in RIF resistance. The role of the T480N mutation in RIF resistance is being investigated.
This case demonstrates the limitations of rapid molecular drug susceptibility testing (6) . Rapid molecular diagnostics are valuable adjuncts to conventional phenotypic testing because they can quickly confi rm clinically suspected MDR TB and have high agreement with other genotypic and phenotypic methods (7) (8) (9) (10) . However, they should not supplant phenotypic testing, and clinicians should understand their limitations. When rapid molecular tests are negative but suspicion for MDR TB is high, MDR TB treatment should be continued until phenotypic susceptibility results are available. DNA sequencing may be best suited for evaluating suspected drug-resistant M. tuberculosis isolates with discordant results for phenotypic susceptibility and rapid molecular testing.
